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Apple (Malus domestica Borkh.) is a commercially important fruit worldwide. Detailed
information on genomic DNA polymorphisms, which are important for understanding
phenotypic traits, is lacking for the apple. We re-sequenced two elite apple varieties,
‘Nagafu No. 2’ and ‘Qinguan,’ which have different characteristics. We identified
many genomic variations, including 2,771,129 single nucleotide polymorphisms (SNPs),
82,663 structural variations (SVs), and 1,572,803 insertion/deletions (INDELs) in ‘Nagafu
No. 2’ and 2,262,888 SNPs, 63,764 SVs, and 1,294,060 INDELs in ‘Qinguan.’ The
‘SNP,’ ‘INDEL,’ and ‘SV’ distributions were non-random, with variation-rich or -poor
regions throughout the genomes. In ‘Nagafu No. 2’ and ‘Qinguan’ there were 171,520
and 147,090 non-synonymous SNPs spanning 23,111 and 21,400 genes, respectively;
3,963 and 3,196 SVs in 3,431 and 2,815 genes, respectively; and 1,834 and 1,451
INDELs in 1,681 and 1,345 genes, respectively. Genetic linkage maps of 190 flowering
genes associated with multiple flowering pathways in ‘Nagafu No. 2,’ ‘Qinguan,’
and ‘Golden Delicious,’ identified complex regulatory mechanisms involved in floral
induction, flower bud formation, and flowering characteristics, which might reflect the
genetic variation of the flowering genes. Expression profiling of key flowering genes in
buds and leaves suggested that the photoperiod and autonomous flowering pathways
are major contributors to the different floral-associated traits between ‘Nagafu No. 2’ and
‘Qinguan.’ The genome variation data provided a foundation for the further exploration of
apple diversity and gene–phenotype relationships, and for future research on molecular
breeding to improve apple and related species.
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INTRODUCTION
The domesticated apple (Malus domestica Borkh.) is one of
the most commercially important fruit worldwide, with over
60 million tons produced each year (Food and Agriculture
Organization of the United Nations, 20131). There are more than
10,000 documented cultivars of apples (Hummer and Janick,
2009), resulting in a range of desired characteristics. China is
the leading apple-producing country, with a planting area of 3.1
million hectares and production of 33 million tons annually1.
‘Nagafu No. 2,’ which accounts for more than 65% of the total
cultivated area, is the dominant cultivar in China. However,
‘Nagafu No. 2’ apples have difficulty forming flower buds and
have an alternate bearing problem, which results in unstable
and low fruit production. ‘Qinguan’ is an elite variety bred
in China with strong disease resistance, easy flowering, high
yield, and easy management. ‘Nagafu No. 2’ and ‘Qinguan’ are
important materials for apple breeding and genetic research in
China because of their different flowering and drought resistance
characteristics. However, the genetic basis underlying these
differences and the associated genomic information for these two
varieties are poorly understood.
Genomic sequences of perennial fruit crops, such as grape
(Jaillon et al., 2007), apple (Velasco et al., 2010), peach (Verde
et al., 2013), pear (Wu et al., 2013), and sweet orange (Xu
et al., 2013), have been determined over the past 10 years. The
first physical map of the apple genome was constructed from
bacterial artificial chromosome clones by (Han et al., 2007) and
covered ∼927 Mb. Numerous expressed sequence tags (ESTs)
were collected in apple from libraries covering a variety of
genotypes and tissues, under different experimental conditions
(Gasic et al., 2009)2, and have allowed the efficient development of
DNA-based markers (Park et al., 2006), gene discovery (Chagné
et al., 2008), and comparative genomics (Gasic et al., 2009).
However, compared with other model plants, the study of the
apple genome is still in its infancy.
Next-generation sequencing (NGS) technologies have enabled
the identification of genome-wide patterns of genetic variation in
perennial fruit crops in a rapid, efficient, relatively low cost, and
high-throughput manner (Chagné et al., 2012; Montanari et al.,
2013; Cao et al., 2014). Genetic variation comprises structural
alterations and sequence variations. Sequence variations are
categorized into single nucleotide polymorphisms (SNPs), short
sequence insertions and deletions (INDELs), microsatellites
(simple sequence repeats), and transposable elements (Zheng
et al., 2011). To date, whole-genome INDELs and SNPs have been
developed for evolutionary and functional studies in many plants,
including apple (Velasco et al., 2010), pear (Montanari et al.,
2013), and peach (Cao et al., 2014). NGS was used to detect SNPs
covering the apple genome and the Illumina InfiniumH II system
was developed as a medium- to high-throughput SNP screening
tool to identify allelic variation in apple (Chagné et al., 2012).
Additionally, NGS was used to detect SNPs in the pear genome
and a medium-throughput SNP assay was designed (Montanari
1http://faostat.fao.org/
2http://www.rosaceae.org/
et al., 2013). Incorporation of the new pear SNPs into the apple
8 K array enabled the study of SNP transferability not only
within the genus Pyrus, but also between the genera Malus and
Pyrus. In addition, 10 wild and 74 cultivated peach varieties
were resequenced on a large scale and 4.6 million SNPs were
identified (Cao et al., 2014). Structural alterations are generally
described as copy number variations and presence/absence
variations, which include large-scale duplications, insertions,
deletions, translocations, and inversions (Zheng et al., 2011).
Multiple repeats of a promoter segment cause transcription factor
autoregulation in red apples (Espley et al., 2009).
Molecular mechanisms regulating the flowering process have
been extensively studied. Four major flowering promotion
pathways (photoperiodic, autonomous, vernalization-response,
and gibberellin) have been established in model annual
plants (Andres and Coupland, 2012). In perennials, however,
the molecular mechanisms controlling flowering are poorly
understood. In apple, many of the homeotic genes of floral
development have been isolated and their expression patterns
examined (Koutinas and Pepelyankov, 2010). Recently, some
genes have been functionally characterized, for example, the
overexpression of an FT-homologous gene in apple induced early
flowering in annual and perennial plants (Traenkner et al., 2010).
MdFT1 and/or MdFT2 might also be associated with flowering
and fruiting by interacting with proteins of the TCP and VOZ
families of transcription factors in apple (Mimida et al., 2011).
To date, however, there have been no studies on the genetic
control of floral initiation and development in apple using high-
throughput re-sequencing technology.
We used Solexa sequencing technology and the Illumina
HiSeqTM 2000 to re-sequence the genomes of ‘Nagafu No. 2’
and ‘Qinguan,’ and to analyze their genetic structures. We
developed effective DNA markers to explore agronomic traits-
related genes by comparing the ‘Nagafu No. 2’ and ‘Qinguan’
sequences with the published reference genome. A comparison
of the variation data defined potential genomic regions and
metabolic pathways related to floral-associated traits. The
genomic resources provided here are useful for comparative
genomics and molecular breeding in apple and related species.
MATERIALS AND METHODS
Plant Material and Sample Collection
The materials used in this study were collected from the Apple
Demonstration Nursery of Yangling Modern Agriculture
Technology Park (Northwest Agriculture and Forestry
University) in the Shaanxi Province of China (34◦52′ N,
108◦7′ E). Young leaves of apple varieties (Malus domestica
Borkh.) ‘Nagafu No. 2’ and ‘Qinguan’ were used as materials
for re-sequencing. Physiological differentiation stage of apple
flower bud was from May 5th, 2014 (ES, early stage) to June 25th,
2014 (LS, late stage). And bud growth including length, width,
and fresh weight during the flower bud physiological stage (ES,
MS, and LS) can be seen in our published paper (Xing et al.,
2015). Leaf and bud samples of ‘Nagafu No. 2’ and ‘Qinguan’
were collected for gene expression analysis on June 5th, 2014,
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45 days after full bloom (MS, the middle stage of flower bud
physiological differentiation). Each reaction was performed with
three replicates.
DNA Sequencing and Mapping
Genomic DNA was extracted from young leaves of ‘Nagafu No.
2’ and ‘Qinguan’ using a modified CTAB method (Zhang et al.,
2011). The DNA was then randomly sheared and then purified
using a QIAquick PCR Purification Kit 28104 (Qiagen, Beijing,
China). Adaptor ligation and DNA cluster preparation were
performed, followed by Solexa sequencing using an Illumina
HiSeqTM 2000. Low-quality reads (<20), reads with adaptor
sequences, and duplicated reads were eliminated. The remaining
high-quality data were used for mapping.
We used the published genome of ‘Golden Delicious’ as a
reference (Velasco et al., 2010). We mapped the reads of each
accession to the scaffold of the reference genome using BWA
software3 under default parameters, with a small modification:
allowing no more than three mismatches in the sequence and
not allowing gaps (−o 0). Reads that aligned to more than
one position of the reference genome were filtered and used to
determine reads mapping to multiple positions in the reference
and unmapped reads. After mapping, the reads were sorted by
their scaffold coordinates. The mapping result was used to detect
DNA polymorphisms, such as SNPs, INDELs, and SVs.
Detection of SNP, INDEL, and SV
Polymorphisms
SAMtools software4 was used to detect SNPs using the following
parameters: u -fa -C 50 – bcftools view -I -N- b-v -c -g.
The detected SNPs were screened using the following criteria:
coverage depth ≥2×, heterozygous locus ≥3×, average depth
≤3×, no less than 20 for the quality value of the genomic type,
and discarding SNPs detected in repeat regions.
Structural variations (SVs) were detected using Pindel5 and
Breakdancer6 software, with their default parameters. To obtain
reliable SVs, the detected SVs were returned to the pair-
end reads alignments between samples and the reference, and
were validated under the following criteria: 2× to 100× for
coverage depth and more than 20 for SV quality. We detected
insertion (INS), deletion (DEL), deletion including insertion
(IDE), inversion (INV), intra-chromosomal translocation (ITX),
and inter-chromosomal translocation (CTX) SVs. INDELs were
defined as the insertion or deletion of 1–5 bp.
Annotation of SNPs, INDELs, and SVs
The locations of SNPs, INDELs, and SVs were based on the
annotation of gene models from the reference genome database7.
Polymorphisms in the gene region and other genome regions
were annotated as genic and intergenic, respectively. The genic






their location. SNPs in coding DNA sequences (CDSs) were
further separated into synonymous and non-synonymous using
Genewise8.
Identifying Genes Associated with DNA
Polymorphisms and Their Functional
Analysis
Using the ‘Golden Delicious’ gene set as the reference, genes
containing DNA polymorphism were identified in the ‘Nagafu
No. 2’ and ‘Qinguan’ apple varieties. The genes associated with
the DNA polymorphisms were annotated in databases, such
as Swissprot, COG, Nr, and GO, for both ‘Nagafu No. 2’ and
‘Qinguan’ apples (Ashburner et al., 2000; Tatusov et al., 2000;
Apweiler et al., 2004). In addition, the KEGG9 analysis of
genes with DNA polymorphisms identified those enriched in
particular pathways, based on the hypergeometric distribution
test (Kanehisa et al., 2004). The Fisher’s exact test was used
to identify pathways significantly enriched (P-value <0.1) with
related genes.
Cloning of the FT Promoter Region
The primers used to amplify the FT promoter region were based
on those described in a previous study on apples (Traenkner
et al., 2010). Using the promoter sequence obtained for FT,
primers were redesigned to compare sequences among different
cultivars. PCR products were analyzed on 1.0% agarose gels, and
for each reaction product, a single fragment was recovered from
gels and purified using a DNA purification kit (Takara, Ohtsu,
Japan). The fragment was then ligated into the plasmid pMD18-
T vector, transformed into Escherichia coli DH5α competent
cells (Takara, Ohtsu, Japan), and sequenced (Sangon Biotech,
Shanghai, China). In addition, we predicted the transcription
factor binding sites in the FT promoters of the two apple varieties
using Plant CARE10.
RNA Extraction, cDNA Synthesis, and
qRT-PCR Validation of Flowering Genes
Total RNA was isolated from each sample using a modified CTAB
method (Xing et al., 2014). The concentration of total RNA was
measured using a Nanodrop 2000 after DNase I digestion of
genomic DNA. First-strand cDNA was synthesized from 4 µg
of DNA-free RNA using a Revert AidTM First-Strand cDNA
Synthesis Kit (Fermentas, Glen Burnie, MD, USA). The cDNA
was diluted 10-fold, and 2 µL was used as the template for qRT-
PCR analyses. Each qRT-PCR reaction mixture contained 10.0µL
SYBR Premix Ex TaqTM (Takara, Ohtsu, Japan), 0.4 µL each
primer (10 µM), 2 µL cDNA, and 7.2 µL RNase-free water in
a total volume of 20 µL. The reactions were incubated in an
iCycler iQ5 (BIO-RAD) for 30 s at 95◦C; followed by 40 cycles
of 5 s at 95◦C and 35 s at 60◦C. Then, an additional 81 cycles
were run for the melt curve. The qRT-PCR primers were designed
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experiments are listed in Supplementary Table S1. Each reaction
was performed with three replicates.
Statistical Analysis
The expression levels of the flowering genes in the buds and leaves
of ‘Nagafu No. 2’ and ‘Qinguan’ apple varieties were analyzed
by one-way analyses of variance with Tukey–Kramer multiple
comparison tests using DPS software, version 7.0 (Zhejiang
University, Hangzhou, China).
RESULTS
Agronomic and Floral-Associated Traits
of the Apple Varieties Used for
Re-sequencing
‘Nagafu No. 2’ is a hybrid progeny of ‘Red Delicious’ and ‘Ralls
Genet’ introduced to China in 1966. It has the good agronomic
traits of fleshy fruit, delicate flavor, and great storability; however,
it has difficulty flowering (The flowering rate in 6-year-old
trees is just ∼20%), poor disease resistance, and environmental
adaptation (Table 1). ‘Qinguan’ is a hybrid progeny of ‘Golden
Delicious’ and ‘Cockscomb’ that shows high drought resistance
during the whole growth period. ‘Qinguan’ flowers easily (The
flowering rate in 6-year-old trees is ∼70%), has a high yield
and is easy to manage (Table 1). These apple varieties differ
in a number of floral-associated traits (Table 1). The two easy-
flowering varieties (‘Qinguan’ and ‘Golden Delicious’) had higher
proportions of spurs, budding rates, flower formation rates, and
formed spurs and full blooms at earlier dates compared with
‘Nagafu No. 2’ (Table 1). The variation in the biological traits
of these three varieties provides the basis to study gene-trait
associations by examining the sequence polymorphisms and
structural variations at the whole-genome level.
Mapping of Re-sequencing Reads to the
Reference Apple Genome
Whole-genome sequencing produced 171,118,509 reads
(91,406,980 reads for ‘Nagafu No. 2’ and 79,711,529 reads for
‘Qinguan’; Table 2). For the clean reads, 80.22% from ‘Nagafu
TABLE 1 | Agronomic and floral-associated traits of the apple varieties
used for re-sequencing.
Varieties
Floral trait ‘Nagafu No.2’ ‘Qinguan’ ‘Golden delicious’
Proportion of spur 19.5 ± 2.1% c 44.3 ± 2.5% a 37.9 ± 2.2% b
Budding rate 61.8 ± 2.7% b 66.7 ± 3.5 % a 64.3 ± 3.4% ab
Flower formation rate 19.3 ± 1.9% c 72.0 ± 2.6% a 65.3 ± 3.2% b
Date of forming spur 15th–20th May 8th–12th May 10th–14th May
Full-bloom stage 15th–21st April 10th–16th April 12th–16th April
The data are shown as means ± standard errors and were collected from plants
grown in an experimental field in Yangling over three consecutive years (2011–
2013). Different lowercase letters in the same row indicate significant differences at
P < 0.05.
No. 2’ and 81.52% from ‘Qinguan’ were mapped successfully onto
the reference genome of ‘Golden Delicious’ (Table 2). Details
of the data quality, including base distribution, cycle average
phred score, and quality distribution, of the two apple varieties
are presented in Supplementary Figures S1 and S2, respectively.
The sequencing depth distribution and the distribution on
chromosomes are shown in Supplementary Figures S3 and
S4, respectively. Compared with the reference genome, the
identities of ‘Nagafu No. 2’ and ‘Qinguan’ were 98.62% and
98.7%, respectively (Table 2). The re-sequencing data have
been deposited in NCBI Sequence Read Archive (SRA12). And
accession number was SRP072330.
Detection and Characteristics of SNPs,
SVs, and INDELs
Based on the alignment results between samples and the reference
genome, 2,771,129 genome-wide SNPs (Supplementary Table
S2), 82,663 SVs (Supplementary Table S2 and Additional file 1),
and 1,572,803 INDELs were detected in ‘Nagafu No. 2,’ while
2,262,888 genome-wide SNPs, 63,764 SVs and 1,294,060 INDELs
were detected in ‘Qinguan’ (Supplementary Table S2). The
average densities of detected SNPs, SVs, and INDELs for ‘Nagafu
No. 2’ and ‘Qinguan,’ when compared to samples the reference
genome, were 4,546.9 and 3,746.0 SNPs per Mb, respectively,
135.9 and 105.3 SVs per Mb, respectively, and 2,584.1 and 2,145.4
INDELs per Mb, respectively (Supplementary Table S2).
Distribution of SNPs, SVs, and INDELs
Detailed distribution information for the SNPs, SVs, and INDELs
in both ‘Nagafu No. 2’ and ‘Qinguan’ samples identified the
landscape of genetic variation in the two apple varieties (Figure 1,
Supplementary Table S2 and Additional file 2). Among the
variations detected between the samples and reference genome
‘Golden Delicious,’ the highest numbers of SNPs, 231,577 in
‘Nagafu No. 2,’ and 193,484 in ‘Qinguan,’ were observed on
chromosome 15, while the lowest numbers of SNPs, 104,010
in ‘Nagafu No. 2’ and 99,017 in ‘Qinguan,’ were observed on
chromosome 16 (Supplementary Table S2). The highest numbers
of SVs were observed on chromosome 15, 6,817 in ‘Nagafu No.
2’ and 5,475 in ‘Qinguan,’ while the lowest numbers of SVs,
3,448 in ‘Nagafu No. 2’ and 2,786 in ‘Qinguan’ were observed on
chromosome 16 (Supplementary Table S2). The highest numbers
of INDELs, 131,976 in ‘Nagafu No. 2’ and 109,667 in ‘Qinguan,’
were observed on chromosome 15, and the lowest numbers of
INDELs, 60,055 in ‘Nagafu No. 2’ and 56,509 in ‘Qinguan,’ were
observed on chromosome 16 (Supplementary Table S2).
Our result showed that the distribution of polymorphisms was
uneven within chromosomes (Figure 1). The three peripheral
circles represent the distribution of polymorphisms in ‘Nagafu
No. 2,’ ‘Qinguan,’ and ‘Golden Delicious,’ respectively (Figure 1).
These circles indicate the statistical information for total SNPs
(blue line), non-synonymous SNPs (red line), and SNPs in
structural domains (green line) on each chromosome. The
promoter circles indicate the SNP numbers of ‘Nagafu No. 2’
(blue line), ‘Qinguan’ (red line), and Golden Delicious (green
12http://www.ncbi.nlm.nih.gov/Traces/srasub/sub.cgi
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TABLE 2 | Summary of the original sequencing data of ‘Nagafu No. 2’ and ‘Qinguan.’
Index
Variety Total reads PE (%) SE (%) Total bases GC (%) Q30 (%) Mapped (%) Identity (%) Depth Coverage (%)
‘Nagafu No.2’ 91,406,980 54.8 25.41 18,464,209,960 40.20 83.21 80.22 98.62 31.07 96.94
‘Qinguan’ 79,711,529 56.61 24.91 16,101,728,858 40.14 82.82 81.51 98.7 27.78 97.36
PE, pair-end reads; SE, single-end reads; Q30 (%) indicates the percentage of sequences with an error rate lower than 1%.
FIGURE 1 | Genetic variations and distributions of DNA polymorphisms (SNPs and SVs) and flowering genes in samples compared with the ‘Golden
Delicious’ genome.
line), which are located in the 200 bp upstream of each coding
region (Figure 1). Inside the promoter circles, there are three
grouped circles, which represent the distribution of flowering
genes on each chromosome of ‘Nagafu No. 2,’ ‘Qinguan,’ and
‘Golden Delicious.’ We chose flowering genes mainly based
on previous research in the model plant Arabidopsis thaliana
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(Blümel et al., 2015). The blue line indicates the total SNPs related
to flowering, the red line indicates the sense mutation of SNPs
related to flowering, and the green line indicates the SNPs related
to flowering in structural domains (Figure 1). The inner circles
represent the SV distribution on each chromosome of ‘Nagafu
No. 2’ (blue line) and ‘Qinguan’ (red line).
In addition, detailed information on the distribution of
SNPs and SVs detected between ‘Nagafu No. 2’ and ‘Qinguan’
on the 17 chromosomes is shown in Supplementary Figure
S5. The distribution of polymorphisms was uneven within
chromosomes, as well as between each chromosome of ‘Nagafu
No. 2’ and ‘Qinguan’ (Supplementary Figure S5), and all of the
chromosomes in both varieties were comprised of a mixture of
SNP-dense and -sparse regions (Supplementary Figure S5). The
number of SNPs (133,130) and SVs (4,016) in ‘Nagafu No. 2’ were
significantly higher than in ‘Qinguan’ (115,431 SNPs and 3,245
SVs) for chromosome 1. Other chromosomes showed similar
results (Supplementary Figure S5). Additionally, the distribution
patterns of the two polymorphism types were similar in the two
varieties (Supplementary Figure S5).
Characteristics of SNPs, SVs, and
INDELs
The SNPs detected when comparing the two samples with the
reference genome were classified as transitions (C/T and G/A)
or transversions (C/G, T/A, A/C, and G/T) based on nucleotide
substitutions (Supplementary Table S3). The proportions of
transitions and transversions on individual chromosomes were
very similar, but the proportions of transitions were significantly
higher than the proportions of transversions in both samples
(Supplementary Table S3). The proportions of heterozygosity
were significantly higher than the proportions of homozygosity
in the two samples, and the proportion of heterozygosity
in ‘Qinguan’ was significantly higher than the proportion of
heterozygosity in ‘Nagafu No. 2’ (Supplementary Table S3). The
highest proportions of SNP heterozygosity, 89.66 and 93.67%,
were observed on chromosome 7 of ‘Nagafu No. 2’ and ‘Qinguan,’
respectively, while the lowest proportions of SNP heterozygosity,
4.09 and 86.08%, were observed on chromosome 2 of ‘Nagafu No.
2’ and chromosome 8 of ‘Qinguan,’ respectively (Supplementary
Table S3).
In addition, six types of SVs, INS, DEL, IDE, INV, ITX, and
CTX, were identified in both cultivars, based on the annotation of
‘Golden Delicious’ genome (Supplementary Table S4). In ‘Nagafu
No. 2’ and ‘Qinguan,’ 63,764 and 82,663 SVs, respectively, were
detected (Supplementary Table S2). There was no significant
difference in the percentage of each SV between ‘Nagafu No.
2’ and ‘Qinguan.’ Among them, DEL and INS were the major
SVs, with 46,878 (56.71%) and 31,800 (38.47%), respectively,
for ‘Nagafu No. 2,’ and 36,428 (57.13%) and 24,001 (37.64%),
respectively, for ‘Qinguan’ (Figure 2). INX [314 (0.38%), and 274
FIGURE 2 | Annotation of SVs identified in ‘Nagafu No. 2’ and ‘Qinguan’ apple varieties. Structural variations (SVs) were classified as INS (Insertion), DEL
(Deletion), IDE (Deletion including insertion), INV (Inversion), ITX (Intra-chromosomal Translocation), or CTX (Inter-chromosomal Translocation) based on the
annotation of the ‘Golden Delicious’ genome.
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(0.43%) for ‘Nagafu No. 2 and ‘Qinguan,’ respectively] and INV
[314 (0.07%) and 45 (0.07%) for ‘Nagafu No. 2 and ‘Qinguan,’
respectively] were the minor SVs in the two varieties (Figure 2
and Supplementary Table S4). Among the variations detected
between samples and ‘Golden Delicious,’ the highest densities of
SVs were 162.97 per Mb, observed on chromosome 11 of ‘Nagafu
No. 2’ and 114.42 per Mb on chromosome 17 of ‘Qinguan.’ The
lowest densities of SVs were 111.31 per Mb and 89.94 per Mb
observed on chromosome 1 in ‘Nagafu No. 2’ and ‘Qinguan,’
respectively (Supplementary Table S4).
Annotation of Genes with Genome
Variations and Their Function Analysis
In the genomic regions of ‘Nagafu No. 2’ and ‘Qinguan,’
4,827 and 3,719 INS, respectively, and 6,331 and 5,091 DEL,
respectively, were identified from the 1-bp INDELs (Figure 3).
In the CDS regions of ‘Nagafu No. 2’ and ‘Qinguan,’ 509 and
414 INS, respectively, and 841 and 678 DEL, respectively, were
identified from the 1-bp INDELs (Figure 3). Detailed distribution
information on INDELS of other sizes is shown in Figure 3.
We identified 171,520 non-synonymous SNPs in 23,111 genes
for ‘Nagafu No. 2’ and 147,090 non-synonymous SNPs in 21,400
genes for ‘Qinguan’ apple varieties, but there were relatively
small numbers of frameshift INDELs within the genes of both
apple varieties (Supplementary Table S5). We also analyzed the
FIGURE 3 | Distribution of 1- to 3-bp INDELs in ‘Nagafu No. 2’ and
‘Qinguan’ apple varieties. (A) Number of INDELs of different lengtha in the
genomic regions; (B) Number of INDELs of different lengths in the CDS
regions.
distribution of the SNPs in Pfam-containing genes, and the
range of the ratio of non-synonymous-to-synonymous SNPs
(ns/s SNPs) was 0.48 to 1.4 in these genes, indicating that the
Pfam domains may have more amino acid substitutions in the
genome (Figure 4).
The numbers of SNPs, non-synonymous SNPs, SVs, and
frameshifts associated with the genes in both ‘Nagafu No.
2’ and ‘Qinguan’ apple varieties can be found in Additional
file 2. Additionally, detailed information on the functional
and annotation-related information from databases such as
Swissprot, Nr, COG, GO, and KEGG for the SNPs, non-
synonymous SNPs, SVs, and frameshifts in ‘Nagafu No. 2’
and ‘Qinguan’ apple varieties can be found in Additional file
3. The details of the GO function analysis for genes with
SNPs, non-synonymous SNPs, SVs, and INDELs in the two
varieties can be seen in Additional files 4, 5, 6, and 7. For
example, the GO terms significantly enriched for genes with
SNPs and non-synonymous SNPs in both ‘Nagafu No. 2’ and
‘Qinguan’ apple varieties were mainly involved in the defense
response (GO:0006952), signal transduction (GO:0007165),
arginine catabolic process (GO:0006527), protein targeting to
membrane (GO:0006612), and ethylene biosynthetic process
(GO:0009693) categories (P-value <0.01; Additional files 4 and
5). However, the genes with INDELs were mainly involved in
sex determination (GO:0007530), succinate metabolic process
(GO:0006105), regulation of ion transport (GO:0043269),
response to herbivore (GO:0080027), positive regulation of
flavonoid biosynthetic process (GO:0009963), and mitochondrial
transport (GO:0006839; P-value <0.01; Additional file 6),
suggesting that the biological functions of genes with different
genome variations had significantly different effects on the
phenotypes of these apple varieties.
Meanwhile, the KEGG analysis of the genes with DNA
polymorphisms also identified particularly enriched pathways
(Additional files 8, 9, 10 and 11). Among them, the different
genes with SNPs were enriched in 104 KEGG pathways, and 11
pathways were significantly enriched, including plant hormone
signal transduction (ko04075), circadian rhythm (ko04710),
photosynthesis (ko00195), and glycerophospholipid metabolism
(ko00564; P-value <0.1; Additional file 8). Genes with non-
synonymous SNPs were significantly enriched in 12 pathways,
including vitamin B6 metabolism (ko00750), plant hormone
signal transduction (ko04075), and oxidative phosphorylation
(ko00190; P-value <0.1; Additional file 9). The genes with
INDELs were enriched in 72 KEGG pathways, but only
four pathways were significantly enriched: ribosome (ko03010),
vitamin B6 metabolism (ko00750), sulfur metabolism (ko00920),





We speculated that some of the identified genetic variations
might contribute to the phenotypic differences in floral-
associated traits; therefore, we focused our analysis on SNPs, SVs,
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FIGURE 4 | Number and distribution of non-synonymous and
synonymous SNPs in different Pfam genes in the apple genomes. Pfam
gene families with 30 or more non-synonymous and synonymous SNPs were
analyzed and listed. The Pfam genes are arranged based on the percentages
of non-synonymous and synonymous SNP sites. The chi-square significance
of the observed non-synonymous and synonymous SNP distributions for
each Pfam group is shown: P-value <0.001.
and INDELs associated with flowering genes in genic regions. We
used the gene set from the reference ‘Golden delicious’ genome
as the control and identified all of the shared variations involved
in flowering genes between the difficult-flowering ‘Nagafu No.
2’ and easy-flowering ‘Qinguan’ apple varieties. Genetic linkage
maps of ‘Nagafu No. 2,’ ‘Qinguan,’ and ‘Golden Delicious’
were also constructed in association with the 190 flowering
genes (Figure 5). The distribution of flowering genes was
significantly different among the 17 chromosomes within each
variety (Figure 5). For example, 18 flowering genes were found
on chromosome 10, but there were just three on chromosome 9
(Figure 5). In addition, the locations and distributions of these
flowering genes on each chromosome showed large differences
among the varieties (for the details, see Figure 5).
Identification by qRT-PCR of Flowering
Genes in Leaves and Buds
The expression profiles of 15 flowering genes, which were
mainly involved in four major flowering promotion pathways,
photoperiod, autonomous, vernalization, and gibberellin, were
identified in leaves and buds of two apple varieties using RT-
PCR (Figures 6 and 7). In this study, the CO, FT, CRY,
and FKF1 genes, which are related to photoperiod, showed
higher expression levels in the leaves and buds of ‘Qinguan’
than of ‘Nagafu No. 2’ (Figure 6). The FWA expression level
in the buds of ‘Qinguan’ was significantly higher than in
‘Nagafu No. 2’; however, its expression level in the leaves
of ‘Qinguan’ was significantly lower than in the leaves of
‘Nagafu No. 2’ (Figure 6). The vernalization pathway-related
genes VIN3 and MSI1 were expressed significantly higher in
the leaves and buds of ‘Qinguan’ than in those of ‘Nagafu
No. 2’ (Figure 6). FLC plays a key role in the autonomous
pathway, and its expression in the buds of ‘Qinguan’ was
significantly higher than in ‘Nagafu No. 2’; however, in leaves,
its expression was significantly higher in ‘Nagafu No. 2’
(Figure 6). In the gibberellin pathway, the expression of GAI in
‘Qinguan’ was significantly higher than in ‘Nagafu No. 2,’ but
the downstream gene, AGL24, showed the reverse expression
pattern (Figure 6). In addition, a regulatory relationship
diagram of these flowering genes in different pathways, as
well as models of their expression profiles in leaves and
buds between difficult-flowering apple variety ‘Nagafu No.
2’ and easy-flowering apple variety ‘Qinguan,’ are shown in
Figure 7.
Isolation of the Upstream Regulatory
Region of the MdFT Gene from ‘Nagafu
No. 2’ and ‘Qinguan’
We cloned and amplified the FT promoter region and obtained
1,622-bp and 1,624-bp sequences from ‘Nagafu No. 2’ and
‘Qinguan’ apple leaves, respectively. The two sequences of the
FT promoter were very similar: 93.1% of the promoter sequence
was identical; however, the remaining 6.9% of the sequence was
significantly different and included deletions, conversions, and
inversions (Supplementary Figure S6).
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FIGURE 5 | Genetic linkage maps of ‘Nagafu No. 2,’ ‘Qinguan,’ and ‘Golden Delicious’ constructed using 190 flowering genes. The abbreviations for the
flowering genes are shown on the left and the mutation indices of ‘Nagafu No. 2,’ ‘Qinguan,’ and ‘Golden Delicious’ are shown on the right. The mutation indices
were obtained by SNP numbers in flowering genes at log10 among the three apple varieties. The corresponding values are shown as colors from black (0) to red (3).
DISCUSSION
Bioinformatics tools and the rapid development of sequencing
technologies have made the complete genome sequencing of
many perennial fruit crops possible, providing a starting point
to unravel the genetic variation and diversity existing on the
genome scale (Jaillon et al., 2007; Velasco et al., 2010; Verde et al.,
2013; Wu et al., 2013; Xu et al., 2013). Genome-wide patterns
of genetic variation were then captured by sampling a relatively
small number of genomes. The whole-genome re-sequencing
of two elite apple varieties ‘Nagafu No. 2’ and ‘Qinguan,’ and
their comparisons with the reference ‘Golden delicious’ genome
sequence (Velasco et al., 2010), allowed us to comprehensively
survey SNPs and SVs. DNA polymorphisms on a genome-
wide scale were identified, revealing a high level of genetic
diversity between ‘Nagafu No. 2’ and ‘Qinguan’ Our results also
showed how NGS technologies can be powerful tools for studying
genome-wide DNA polymorphisms, querying genetic diversity,
and enabling molecular-based improvements of apple breeding.
SNP markers have been employed widely to study
evolutionary relationships, population structures, and association
analyses in rice, peach, and pear (McNally et al., 2009; Parida
et al., 2012; Bai H. et al., 2013; Lyu et al., 2013; Montanari et al.,
2013; Cao et al., 2014). However, only a few studies have used
genome-wide SNP markers to understand the structure and
diversity in different genomes of Malus species (Chagné et al.,
2008, 2012). In this study, ‘Nagafu No. 2’ had more SNPs than
‘Qinguan,’ which indicated that ‘Qinguan’ is more closely related
to ‘Golden Delicious’ than ‘Nagafu No. 2’ (Supplementary Table
S3). This is unsurprising because ‘Qinguan’ is a hybrid progeny
of ‘Golden Delicious’ and ‘Cockscomb.’ A similar phenomenon
was reported in rice (Bai S.L. et al., 2013). In addition, our results
indicated that re-sequencing could be a good experimental
tool to better understand evolutionary relationships in plant
species. More genotypes are needed to produce a comprehensive
understanding of the complex relationships and evolution in the
Malus species.
The average proportions of genic SNPs, exons, introns, or
intergenic, were similar in the ‘Nagafu No. 2’ and ‘Qinguan’
varieties (Table 3), and were similar to those in peach (Cao
et al., 2014). Compared with Arabidopsis (Clark et al., 2007), rice
(Feltus et al., 2004), and Miscanthus sinensis (Clark et al., 2014),
the intergenic regions of apple genes harbor more SNPs, which
might be related to the increased size of the intergenic regions in
the apple genome (Table 3). The proportions of genic SVs were
also similar between the two varieties (Table 3). The difference
in genetic diversity between ‘Nagafu No. 2’ and ‘Qinguan,’ as
well as the difference in the distribution of this diversity in
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FIGURE 6 | Expression profiles of flowering genes associated with the
multiple pathways in leaves and buds of ‘Nagafu No. 2’ and ‘Qinguan’
apples. Note: CO, CONSTANS; FT, FLOWERING LOCUS T; FKF1,
FLAVIN-BINDING KELCH REPEAT F BOX 1; ELF3, EARLY FLOWERING 3;
CRY1, CRYPTOCHROME 1; CRY2, CRYPTOCHROME 2; AP1, APETALA1;
VIN3, VERNALIZATION INSENSITIVE 3; FLC, FLOWERING LOCUS C; MSI1,
MULTICOPY SUPRESSOR OF IRA1; FD; LFY; AGL24, AGAMOUS-LIKE 24;
GAI, GIBBERELLIC ACID INSENSITIVE; FWA, FLOWERING WAGENINGEN.
different genetic regions, may involve changes in agronomic and
floral-associated traits between the two apple varieties.
In this study, we identified genetic variation, including large
numbers of SNPs, SVs, and INDELs, in the two samples when
compared with the ‘Golden Delicious’ reference genome. The
distributions of these polymorphisms were uneven within the
chromosomes. A similar study on peach (Prunus persica) showed
multiple variation patterns and an uneven distribution of the
variation across the genome (Cao et al., 2014), as did a study
on Sorghum bicolor (Zheng et al., 2011). Indeed, many studies,
for example, in rice (Caicedo et al., 2007; McNally et al., 2009;
Subbaiyan et al., 2012), soybean (Kim et al., 2010), and peach
(Cao et al., 2014), have shown that SNPs, SVs, and INDELs
on each chromosome are unevenly distributed and are often
concentrated in certain chromosomal regions. Meanwhile, in our
results, chromosome 15 had the highest number of SNPs and
chromosome 16 had the lowest number of SNPs in both cultivars.
Moreover, for chromosome 1, ‘Nagafu No. 2’ had more SNPs
and SVs than ‘Qinguan,’ which suggested that these different
distribution types and features of variation may contribute to
FIGURE 7 | Relationship diagram of the flowering genes from Figure 5.
The expression profiles of the flowering genes, which were calculated by the
relative expressions transformed by log 2 (‘Qinguan’/‘Nagafu No. 2’), are
indicated by color, from green (-1) to red (1). In each frame, the left side
indicates the relative expression levels in buds and the right side indicates the
relative expression levels in leaves. Green indicates that the relative expression
in ‘Qinguan’ is lower than in ‘Nagafu No. 2,’ and red indicates that the relative
expression in ‘Qinguan’ is higher than in ‘Nagafu No. 2.’
the differences in certain characteristics, such as flowering and
resistance, between the two apple varieties. In addition, the
distribution of SNPs within chromosomes is non-random; for
example, a high SNP density was observed between 8.7 and
9.2 Mb on chromosome 8, but no SNPs were found in a longer
interval of 200 kb, from 27.2 to 27.4 Mb, on chromosome 11
(Subbaiyan et al., 2012). A similar result was observed in our
study (Supplementary Figure S5).
Our results showed that the number of INDELs of different
lengths (1–3 bp) in the CDS regions and the whole genome were
significantly different between ‘Nagafu No. 2’ and ‘Qinguan,’ and
similar results have been seen in other plants (McNally et al.,
2009; Subbaiyan et al., 2012). Compared with the high numbers of
non-synonymous SNPs in ‘Nagafu No. 2’ and ‘Qinguan,’ relatively
few frameshift INDELs within genes were observed, which was
similar to studies in tomato (Hirakawa et al., 2013), rice (Parida
et al., 2012), and apple (Chagné et al., 2012). Genome variations,
such as SNPs (non-synonymous or synonymous), INDELs, and
SVs, at the whole-genome level in the two apple varieties, which
result in amino acid changes, were mainly caused by positive
selection during adaptation to environmental changes during the
evolutionary process.
The two varieties and ‘Golden Delicious,’ which is also easy
to flower and the flowering rate in 6-year-old trees is ∼65%,
have significant differences in floral characteristics; therefore, we
constructed genetic linkage maps of flowering genes in the three
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TABLE 3 | Annotation of SNPs identified between samples and the reference genome.
Exon Intron Intergenic
Variety Type Number percentage Number percentage Number percentage
‘Nagafu No.2’ SNP 280,835 10.13% 315,948 11.4% 2,174,946 78.47%
SV 3,963 5.0% 19,659 24.75% 55,798 70.26%
‘Qinguan’ SNP 242,328 10.71% 247,806 10.94% 1,773,297 78.35%
SV 3,196 5.23% 15,072 24.64% 42,895 70.13%
SNPs and SVs were classified as genetic and intergenic, and locations within the gene models were annotated based on the annotations of the reference genome.
varieties and compared the genetic variation of these genes across
the whole genome. The genome variation of these flowering genes
showed significant differences among the three apple varieties
(Figure 5), which may explain the differences in flowering-related
traits among them. Additionally, genomic variation, such as
large-effect SNPs, result in changes to biological characteristics,
including growth characteristics, plant phenotypes, and the
resistance responses (Zheng et al., 2011). Similar results have
been reported in other plants (Parida et al., 2012; Clark et al.,
2014). In addition, to determine the functions of genes with
DNA polymorphisms between ‘Nagafu No. 2’ and ‘Qinguan,’
we performed GO and KEGG analyses of genes with SNPs,
non-synonymous SNPs, SVs, and INDELs, in the two varieties
(Additional files 4, 5, 6, 7, 8, 9, 10, and 11). This analysis
focused on key genes with DNA polymorphisms in the two
apple varieties, so that we can more accurately understand the
relationships between these genes with DNA polymorphisms and
the phenotypic traits.
Previous studies have shown that there are four major
flowering pathways photoperiod, autonomous, vernalization,
and gibberellin, which are associated with complex gene
regulation process (Bernier and Périlleux, 2005; Amasino, 2010;
Koutinas and Pepelyankov, 2010; Turnbull, 2011; Bernier,
2013). The photoperiod and vernalization pathways process
environmental signals to the floral transition, whereas the
autonomous and gibberellin pathways act independently of
external signals (Mutasa-Gottgens and Hedden, 2009). The
photoreceptor, circadian clock, and circadian clock-regulated
genes constitute the photoperiod pathway and act in response to
a long photoperiod (Searle and Coupland, 2004; Jung et al., 2007;
Fornara and Coupland, 2009). In our study, the photoperiod
genes CO and FT were significantly more highly expressed in
the leaves and buds of ‘Qinguan’ compared with ‘Nagafu No. 2.’
The relatively higher expression levels of these flowering control
genes associated with the photoperiod in plants can significantly
promote flower bud formation (Gould et al., 2013; Fan et al.,
2014). In addition, in the vernalization pathway, the VIN3 and
MSI1 genes showed higher expression levels in ‘Qinguan’ and
in buds. In addition, FLC plays a key role in the autonomous
pathway (Liu et al., 2007; Porto et al., 2015). In the present
study, FLC expression in the buds of ‘Qinguan’ was much
higher than in those of ‘Nagafu No. 2’; however, in leaves, its
expression was lower than in ‘Nagafu No. 2.’ The expression
profiles of these key flowering genes were significantly associated
with bud growth, floral induction, and physiological phenotypic
characteristics involved in flowering in plants (Jean Finnegan
et al., 2011; Ream et al., 2014). Gibberellins play key roles in
the regulation of flower induction as part of the complex floral
regulatory networks (Mutasa-Gottgens and Hedden, 2009) and in
multiple flowering pathways (Liu et al., 2008; Wilkie et al., 2008;
Lee and Lee, 2010). Indeed, of the gibberellin pathway genes,
the expression of GAI in ‘Qinguan’ buds was significantly higher
than in ‘Nagafu No. 2’ buds; however, the downstream gene
AGL24 showed the reverse pattern, suggesting that differences in
the expression levels of genes associated with multiple flowering
pathways may contribute to differences in floral-associated traits
between ‘Nagafu No. 2’ and ‘Qinguan.’ Meanwhile, the expression
profiles of key flowering genes in apple buds and leaves in the four
major flowering pathways suggested that the photoperiod and
autonomous flowering pathways make a major contribution to
the differences in the floral-associated traits of two apple varieties
(Figure 7).
Sequence variation in promoter regions mediates a
transcriptional regulation mechanism associated with
anthocyanin biosynthesis genes in grape (Kobayashi et al., 2004)
and apple (Espley et al., 2009). In our study, we speculated that
some of the identified genetic variation might contribute to the
phenotypic differentiation of floral-associated traits. We focused
our analysis on SNPs, INDELs, and SVs in promoter regions
between ‘Nagafu No. 2’ and ‘Qinguan.’ As a result, we amplified
the FT promoter region from ‘Nagafu No. 2’ and ‘Qinguan’
to identify and compare the sequence variations between the
two varieties. The sequences of the FT promoter regions were
93.1% identical, but 6.9%, including deletions, conversions, and
inversions, was completely different (Supplementary Figure S6),
and the expression of the FT gene in buds was significantly higher
in ‘Qinguan’ than in ‘Nagafu No. 2’ (Figure 6). In addition, we
predicted transcription factor-binding sites, including ARE,
G-Box, GATA-motif, and Spl, in FT promoters between the two
apple varieties (Supplementary Table S6). This suggested that the
observed variation may result in different FT expression patterns
between ‘Nagafu No. 2’ and ‘Qinguan’ apple varieties.
CONCLUSION
In the present study, we identified large-scale genomic variation,
including SNPs, INDELS, and SVs, among two elite apple
varieties ‘Nagafu No 2,’ ‘Qinguan’ and the reference variety
‘Golden Delicious.’ This can be used as a framework for future
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comparative and functional genomic analyses in fruit trees, as
well as providing information for molecular breeding, allele
discovery, and agronomic trait screening in apple. ‘Qinguan’
is an elite variety with strong disease resistance and easy
flowering, whereas the fruit quality of ‘Nagafu No. 2’ is better
than that of other cultivars. Thus, genome-wide comparison
studies of variations involved in floral-related traits and resistance
responses will also provide a powerful resource to identify key
genes and for function-related research. We also established
genetic linkage maps of ‘Nagafu No. 2,’ ‘Qinguan,’ and ‘Golden
Delicious’ using 190 flowering genes in multiple flowering
pathways and compared the distribution characteristics of the
genome variations in these genes, which may contribute to a
deeper understanding of the differences among a variety of traits
across the genome.
AUTHOR CONTRIBUTIONS
Conceived and designed the experiment: HM, XL, ZD, and ZC.
Performed the experiments: XL, WK, and LY. Analyzed the data:
XL, WK, JM, and NA. Developed the model: LX and KW. Wrote
the paper: XL, ZD, and SX. Edited the manuscript: AN.
ACKNOWLEDGMENTS
This work was supported by the China Apple Research System
(CARS-28), the National Science and Technology Supporting
Project (2013BAD20B03), Special Financial Grant from the
China Postdoctoral Science Foundation (No. 2014T70939),
Shaanxi Fruit Industry Development of Collaborative Innovation
Center Project, Yangling Subsidiary Center Project of National
Apple Improvement Center, and the China Postdoctoral Science
Foundation (No. 2014M56806).
SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found online
at: http://journal.frontiersin.org/article/10.3389/fpls.2016.00908
REFERENCES
Amasino, R. (2010). Seasonal and developmental timing of flowering. Plant J. 61,
1001–1013. doi: 10.1111/j.1365-313X.2010.04148.x
Andres, F., and Coupland, G. (2012). The genetic basis of flowering responses to
seasonal cues. Nat. Rev. Genet. 13, 627–639. doi: 10.1038/nrg3291
Apweiler, R., Bairoch, A., Wu, C. H., Barker, W. C., Boeckmann, B., Ferro, S., et al.
(2004). UniProt: the universal protein knowledgebase. Nucleic Acids Res. 32,
D115–D119. doi: 10.1093/nar/gkh131
Ashburner, M., Ball, C. A., Blake, J. A., Botstein, D., Butler, H., Cherry, J. M., et al.
(2000). Gene Ontology: tool for the unification of biology.Nat. Genet. 25, 25–29.
doi: 10.1038/75556
Bai, H., Cao, Y., Quan, J., Dong, L., Li, Z., Zhu, Y., et al. (2013). Identifying the
genome-wide sequence variations and developing new molecular markers for
genetics research by re-sequencing a landrace cultivar of foxtail millet. PLoS
ONE 8:e73514. doi: 10.1371/journal.pone.0073514
Bai, S. L., Saito, T., Sakamoto, D., Ito, A., Fujii, H., and Moriguchi, T. (2013).
Transcriptome analysis of japanese pear (Pyrus pyrifolia Nakai) flower buds
transitioning through endodormancy. Plant Cell Physiol. 54, 1132–1151. doi:
10.1093/pcp/pct067
Bernier, G. (2013). My favourite flowering image: the role of cytokinin as a
flowering signal. J. Exp. Bot. 64, 5795–5799. doi: 10.1093/jxb/err114
Bernier, G., and Périlleux, C. (2005). A physiological overview of the genetics
of flowering time control. Plant Biotechnol. J. 3, 3–16. doi: 10.1111/j.1467-
7652.2004.00114.x
Blümel, M., Dally, N., and Jung, C. (2015). Flowering time regulation in crops—
what did we learn from Arabidopsis? Curr. Opin. Biotechnol. 32, 121–129. doi:
10.1016/j.copbio.2014.11.023
Caicedo, A. L., Williamson, S. H., Hernandez, R. D., Boyko, A., Fledel-Alon, A.,
York, T. L., et al. (2007). Genome-wide patterns of nucleotide polymorphism
in domesticated rice. PLoS Genet. 3:e163. doi: 10.1371/journal.pgen.00
30163
Cao, K., Zheng, Z., Wang, L., Liu, X., Zhu, G., Fang, W., et al. (2014). Comparative
population genomics reveals the domestication history of the peach, Prunus
persica, and human influences on perennial fruit crops. Genome Biol. 15:415.
doi: 10.1186/s13059-014-0415-1
Chagné, D., Crowhurst, R. N., Troggio, M., Davey, M. W., Gilmore, B., Lawley, C.,
et al. (2012). Genome-wide SNP detection, validation, and development of an
8K SNP array for apple. PLoSONE 7:e31745. doi: 10.1371/journal.pone.0031745
Chagné, D., Gasic, K., Crowhurst, R. N., Han, Y., Bassett, H. C., Bowatte, D. R.,
et al. (2008). Development of a set of SNP markers present in expressed genes
of the apple. Genomics 92, 353–358. doi: 10.1016/j.ygeno.2008.07.008
Clark, L. V., Brummer, J. E., Glowacka, K., Hall, M. C., Heo, K., Peng, J.,
et al. (2014). A footprint of past climate change on the diversity and
population structure of Miscanthus sinensis. Ann. Bot. 114, 97–107. doi:
10.1093/aob/mcu084
Clark, R. M., Schweikert, G., Toomajian, C., Ossowski, S., Zeller, G., Shinn, P.,
et al. (2007). Common sequence polymorphisms shaping genetic diversity in
Arabidopsis thaliana. Science 317, 338–342. doi: 10.1126/science.1138632
Espley, R. V., Brendolise, C., Chagne, D., Kutty-Amma, S., Green, S.,
Volz, R., et al. (2009). Multiple repeats of a promoter segment causes
transcription factor autoregulation in red apples. Plant Cell 21, 168–183. doi:
10.1105/tpc.108.059329
Fan, C., Hu, R., Zhang, X., Wang, X., Zhang, W., Zhang, Q., et al. (2014). Conserved
CO-FT regulons contribute to the photoperiod flowering control in soybean.
BMC Plant Biol. 14:9. doi: 10.1186/1471-2229-14-9
Feltus, F. A., Wan, J., Schulze, S. R., Estill, J. C., Jiang, N., and Paterson, A. H.
(2004). An SNP resource for rice genetics and breeding based on subspecies
Indica and Japonica genome alignments. Genome Res. 14, 1812–1819. doi:
10.1101/gr.2479404
Fornara, F., and Coupland, G. (2009). Plant phase transitions make a SPLash. Cell
138, 625–627. doi: 10.1016/j.cell.2009.08.011
Gasic, K., Gonzalez, D. O., Thimmapuram, J., Liu, L., Malnoy, M., Gong, G.,
et al. (2009). Comparative analysis and functional annotation of a large
expressed sequence tag collection of apple. Plant Genome 2, 23–38. doi:
10.3835/plantgenome2008.11.0014
Gould, P. D., Ugarte, N., Domijan, M., Costa, M., Foreman, J., Macgregor, D., et al.
(2013). Network balance via CRY signalling controls the Arabidopsis circadian
clock over ambient temperatures.Mol. Syst. Biol. 9:650. doi: 10.1038/msb.2013.7
Han, Y., Gasic, K., Marron, B., Beever, J. E., and Korban, S. S. (2007). A BAC-
based physical map of the apple genome. Genomics 89, 630–637. doi:
10.1016/j.ygeno.2006.12.010
Hirakawa, H., Shirasawa, K., Ohyama, A., Fukuoka, H., Aoki, K., Rothan, C., et al.
(2013). Genome-wide SNP genotyping to infer the effects on gene functions in
tomato. DNA Res. 20, 221–233. doi: 10.1093/dnares/dst005
Hummer, K. E., and Janick, J. (2009). “Rosaceae: taxonomy, economic importance,
genomics,” in Genetics and Genomics of Rosaceae, eds K. M. Folta and S. E.
Gardiner (New York, NY: Springer), 1–17.
Frontiers in Plant Science | www.frontiersin.org 12 June 2016 | Volume 7 | Article 908
fpls-07-00908 June 23, 2016 Time: 18:14 # 13
Xing et al. Sequence Variations and Floral Traits in Apple
Jaillon, O., Aury, J.-M., Noel, B., Policriti, A., Clepet, C., Casagrande, A., et al.
(2007). The grapevine genome sequence suggests ancestral hexaploidization in
major angiosperm phyla. Nature 449, 463–467. doi: 10.1038/nature06148
Jean Finnegan, E., Bond, D. M., Buzas, D. M., Goodrich, J., Helliwell, C. A.,
Tamada, Y., et al. (2011). Polycomb proteins regulate the quantitative induction
of VERNALIZATION INSENSITIVE 3 in response to low temperatures. Plant
J. 65, 382–391. doi: 10.1111/j.1365-313X.2010.04428.x
Jung, J.-H., Seo, Y.-H., Seo, P. J., Reyes, J. L., Yun, J., Chua, N.-H., et al. (2007).
The GIGANTEA-regulated MicroRNA172 mediates photoperiodic flowering
independent of CONSTANS in Arabidopsis. Plant Cell Online 19, 2736–2748.
doi: 10.1105/tpc.107.054528
Kanehisa, M., Goto, S., Kawashima, S., Okuno, Y., and Hattori, M. (2004). The
KEGG resource for deciphering the genome. Nucleic Acids Res. 32, D277–D280.
doi: 10.1093/nar/gkh063
Kim, M. Y., Lee, S., Van, K., Kim, T.-H., Jeong, S.-C., Choi, I.-Y., et al. (2010).
Whole-genome sequencing and intensive analysis of the undomesticated
soybean (Glycine soja Sieb. and Zucc.) genome. Proc. Natl. Acad. Sci. U.S.A.
107, 22032–22037. doi: 10.1073/pnas.1009526107
Kobayashi, S., Goto-Yamamoto, N., and Hirochika, H. (2004). Retrotransposon-
induced mutations in grape skin color. Science 304, 982–982. doi:
10.1126/science.1095011
Koutinas, N., and Pepelyankov, G. (2010). The transition to flowering in
apple. Biotechnol. Biotechnol. Equip. 24, 1544–1548. doi: 10.2478/V10133-010-
0002-X
Lee, J., and Lee, I. (2010). Regulation and function of SOC1, a flowering pathway
integrator. J. Exp. Bot. 61, 2247–2254. doi: 10.1093/jxb/erq098
Liu, C., Chen, H., Er, H. L., Soo, H. M., Kumar, P. P., Han, J. H., et al. (2008). Direct
interaction of AGL24 and SOC1 integrates flowering signals in Arabidopsis.
Development 135, 1481–1491. doi: 10.1242/dev.020255
Liu, F. Q., Quesada, V., Crevillen, P., Baurle, I., Swiezewski, S., and Dean, C.
(2007). The Arabidopsis RNA-binding protein FCA requires a lysine-specific
demethylase 1 homolog to downregulate FLC. Mol. Cell. 28, 398–407. doi:
10.1016/j.molcel.2007.10.018
Lyu, J., Zhang, S., Dong, Y., He, W., Zhang, J., Deng, X., et al. (2013). Analysis of
elite variety tag SNPs reveals an important allele in upland rice. Nat. Commun.
4:2138.
McNally, K. L., Childs, K. L., Bohnert, R., Davidson, R. M., Zhao, K., Ulat, V. J.,
et al. (2009). Genomewide SNP variation reveals relationships among landraces
and modern varieties of rice. Proc. Natl. Acad. Sci. U.S.A. 106, 12273–12278.
doi: 10.1073/pnas.0900992106
Mimida, N., Kidou, S.-I., Lwanami, H., Moriya, S., Abe, K., Voogd, C., et al. (2011).
Apple FLOWERING LOCUS T proteins interact with transcription factors
implicated in cell growth and organ development. Tree Physiol. 31, 555–566.
doi: 10.1093/treephys/tpr028
Montanari, S., Saeed, M., Knaebel, M., Kim, Y., Troggio, M., Malnoy, M.,
et al. (2013). Identification of pyrus single nucleotide polymorphisms
(SNPs) and evaluation for genetic mapping in European Pear and
Interspecific Pyrus Hybrids. PLoS ONE 8:e77022. doi: 10.1371/journal.pone.00
77022
Mutasa-Gottgens, E., and Hedden, P. (2009). Gibberellin as a factor in floral
regulatory networks. J. Exp. Bot. 60, 1979–1989. doi: 10.1093/jxb/erp040
Parida, S. K., Mukerji, M., Singh, A. K., Singh, N. K., and Mohapatra, T.
(2012). SNPs in stress-responsive rice genes: validation, genotyping, functional
relevance and population structure. BMC Genomics 13:426. doi: 10.1186/1471-
2164-13-426
Park, S., Sugimoto, N., Larson, M. D., Beaudry, R., and Van Nocker, S. (2006).
Identification of genes with potential roles in apple fruit development and
biochemistry through large-scale statistical analysis of expressed sequence tags.
Plant Physiol. 141, 811–824. doi: 10.1104/pp.106.080994
Porto, D. D., Bruneau, M., Perini, P., Anzanello, R., Renou, J.-P., Santos, H. P. D.,
et al. (2015). Transcription profiling of the chilling requirement for bud break
in apples: a putative role for FLC-like genes. J. Exp. Bot. 66, 2659–2672. doi:
10.1093/jxb/erv061
Ream, T. S., Woods, D. P., Schwartz, C. J., Sanabria, C. P., Mahoy, J. A., Walters,
E. M., et al. (2014). Interaction of photoperiod and vernalization determines
flowering time of Brachypodium distachyon1[C][W][OPEN]. Plant Physiol. 164,
694–709. doi: 10.1104/pp.113.232678
Searle, I., and Coupland, G. (2004). Induction of flowering by seasonal changes in
photoperiod. EMBO J. 23, 1217–1222. doi: 10.1038/sj.emboj.7600117
Subbaiyan, G. K., Waters, D. L. E., Katiyar, S. K., Sadananda, A. R., Vaddadi, S.,
and Henry, R. J. (2012). Genome-wide DNA polymorphisms in elite indica
rice inbreds discovered by whole-genome sequencing. Plant Biotechnol. J. 10,
623–634. doi: 10.1111/j.1467-7652.2011.00676.x
Tatusov, R. L., Galperin, M. Y., Natale, D. A., and Koonin, E. V. (2000). The COG
database: a tool for genome-scale analysis of protein functions and evolution.
Nucleic Acids Res. 28, 33–36. doi: 10.1093/nar/28.1.33
Traenkner, C., Lehmann, S., Hoenicka, H., Hanke, M.-V., Fladung, M.,
Lenhardt, D., et al. (2010). Over-expression of an FT-homologous gene of apple
induces early flowering in annual and perennial plants. Planta 232, 1309–1324.
doi: 10.1007/s00425-010-1254-2
Turnbull, C. (2011). Long-distance regulation of flowering time. J. Exp. Bot. 62,
4399–4413. doi: 10.1093/jxb/err191
Velasco, R., Zharkikh, A., Affourtit, J., Dhingra, A., Cestaro, A., Kalyanaraman, A.,
et al. (2010). The genome of the domesticated apple (Malus × domestica
Borkh.). Nat. Genet. 42, 833–839. doi: 10.1038/ng.654
Verde, I., Abbott, A. G., Scalabrin, S., Jung, S., Shu, S., Marroni, F., et al. (2013).
The high-quality draft genome of peach (Prunus persica) identifies unique
patterns of genetic diversity, domestication and genome evolution. Nat. Genet.
45, 487–494. doi: 10.1038/ng.2586
Wilkie, J. D., Sedgley, M., and Olesen, T. (2008). Regulation of floral initiation in
horticultural trees. J. Exp. Bot. 59, 3215–3228. doi: 10.1093/jxb/ern188
Wu, J., Wang, Z., Shi, Z., Zhang, S., Ming, R., Zhu, S., et al. (2013). The
genome of the pear (Pyrus bretschneideri Rehd.). Genome Res. 23, 396–408. doi:
10.1101/gr.144311.112
Xing, L., Zhang, D., Li, Y., Zhao, C., Zhang, S., Shen, Y., et al. (2014). Genome-wide
identification of vegetative phase transition-associated microRNAs and target
predictions using degradome sequencing in Malus hupehensis. BMC Genomics
15:1125. doi: 10.1186/1471-2164-15-1125
Xing, L.-B., Zhang, D., Li, Y.-M., Shen, Y.-W., Zhao, C.-P., Ma, J.-J., et al. (2015).
Transcription profiles reveal sugar and hormone signaling pathways mediating
flower induction in apple (Malus domestica Borkh.). Plant Cell Physiol. 56,
2052–2068. doi: 10.1093/pcp/pcv124
Xu, Q., Chen, L.-L., Ruan, X., Chen, D., Zhu, A., Chen, C., et al. (2013). The
draft genome of sweet orange (Citrus sinensis). Nat. Genet. 45, 59–66. doi:
10.1038/ng.2472
Zhang, D., Teng, Y., and Bo, L. (2011). Genetic diversity of red skinned chinese
sand pear cultivars revealed by AFLP markers. Acta hortic. 918, 679–684.
Zheng, L.-Y., Guo, X.-S., He, B., Sun, L.-J., Peng, Y., Dong, S.-S., et al. (2011).
Genome-wide patterns of genetic variation in sweet and grain sorghum
(Sorghum bicolor). Genome Biol. 12:R114. doi: 10.1186/gb-2011-12-11-r114
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2016 Xing, Zhang, Song, Weng, Shen, Li, Zhao, Ma, An and Han.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) or licensor are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.
Frontiers in Plant Science | www.frontiersin.org 13 June 2016 | Volume 7 | Article 908
